ABSTRACT We report the complete genome characterization of a novel human papillomavirus (HPV) (ICB2) isolated from a skin swab. The L1 region of HPV ICB2 shares 87.9% nucleotide similarity with its closest relative, HPV37, and thus constitutes a novel human betapapillomavirus.
The GϩC content of ICB2 is 40.7%. The virus has the typical genome organization of other cutaneotrophic HPVs; it is composed of five early (E1, E2, E4, E6, and E7) and two late (L1 and L2) ORFs, and no E5 was identified.
The long control region (LCR) is 382 bp. This region contains two polyadenylation sites (AATAAA) for L1 and L2 transcripts and four consensus palindromic E2-binding sites, as follows: ACCG-N 4 -CGGT (n ϭ 2), ACC-N 5 -GGT (n ϭ 1), and ACC-N 1 -GGT (n ϭ 1). A putative TATA box domain (TATAAGA) for the downstream early promoter was also identified.
The two conserved zinc-binding domains of the viral E6 protein [CxxC(x) 29 CxxC and CxxC(x) 30 CxxC] are present and are separated by 36 amino acids (5) .
A zinc-binding domain [CxxC(x) 29 CxxC] and one LxCxE motif are located in the E7 protein (5) . An ATP-binding site (GPPDTGKS) for ATP-dependent helicase activity was identified in the carboxy terminus of the E1 protein.
In conclusion, we identified and fully characterized a new HPV belonging to species beta-2, HPV ICB2. This finding contributes to the expansion of our knowledge about the impressive diversity of the Betapapillomavirus genus.
Data availability. The complete genome sequence of HPV ICB2 is available in GenBank under accession number MK080568.
